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Background: Bacteraemia is one of the most common clinical
roblems confronting physicians worldwide. Data on the epidemi-
logy of bacteraemia in the State of Qatar are still incomplete.
Methods:Weconducted a one-year prospective study from July
007 to June 2008 to describe the epidemiology of bacteraemia at
amad general hospital.
Results: During this period, a total of 452 episodes of bac-
eraemia occurred, which corresponds to a rate of 19/1000
ospital admissions. Most patients 58.8% (266/452) had commu-
ity acquired bacteraemia, and primary bacteraemia accounted for
2.2% (281/452) of the cases. The most common source of bacter-
emia was intravenous catheterization in 19.2% (87/452) but no
ource was identiﬁed in 42.9% (194/452) of the episodes. Gram-
egative organisms were isolated in 63.1% (285/452) episodes
ith Escherichia coli being the most frequent 21.5% (97/452). Mul-
idrug resistance was observed in 33.3% (7/21) of all Pseudomonas
eruginosa isolates, 50% (6/12) of Acinetobacter isolates and 28.6%
6/21) of Enterobacter isolates, whereas all ESBL producing Kleb-
iella spp. and E. coli were multiresistant. The percentages of
xacillin resistant coagulase negative Staphylococci isolates and
ethicillin-resistant Staphylococcus aureus isolates were 81.8%
27/33) and 13.2% (7/53) respectively. In hospital mortality was
2.5% (102/452), and inadequate treatment and septic shock were
ound to be independent predictors of mortality.
Conclusion: To reduce the occurence of bacteremia, and cose-
uently, to minimise the mortality and adverse outcomes, strict
nfection control measures as well as rational use of antibiotics are
o be followed to prevent infections and to reduce drug resistance.
oreover, bloodstream infection surveillance is crucial to produce
eaningful guidelines for prevention (e.g., catheter-related) and
mpirical treatment of bacteraemia in Qatar.
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Helicobacter pylori virulence and antibiotic susceptibility pat-
tern in Malaysian patients
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Background: Helicobacter pylori are gram-negative
microaerophilic spiral bacteria that have been identiﬁed and
cultured only in the past decade. They can colonize the gastric
mucosa for years and their presence is strongly associated with
chronic, diffuse, superﬁcial gastritis of the fundus and antrum and
it is a risk factor for gastric cancer. Major virulence factors of H.
pylori have been described: the cytotoxin-associated gene product
(cagA), the cag pathogenicity island (cag PAI) and the vacuolating
toxin(vacA). Since considerable geographic diversity in the preva-
lence ofH. pylori virulence factors and antibiotic susceptibility have
been reported, the aim of this work is to determine whether there
is a signiﬁcant correlation between different H. pylori virulence
genes and antibiotic susceptibility pattern in Malaysian patients.
Methods:Gastricbiopsiesused in this studywerecollected from
patients presenting with symptoms of gastroduodenal symptoms
at the University of Malaya Medical Centre (UMMC) Endoscopy
Unit.H. pylori statuswasdeterminedby rapid urease test, culturing,
serology, molecular identiﬁcation and histopathological exami-
nation. In addition, Random ampliﬁcation of polymorphic DNA
(RAPD) analysis was performed to investigate the clonality of H.
pylori isolates, after which were genotyped for the possession of
cagA, cagE and cagL genes and vacA alleles. Antibiotic susceptibility
patterns were assessed by Epsilometer test (E-test) for amoxi-
cillin, clarithromycin, metronidazole, ciproﬂoxacin, gemiﬂoxacin,
levoﬂoxacin,moxiﬂoxacin, rifampicin, tetracycline, tigecycline and
nitrofurantoin.
Results: All H. pylori isolates were positive for the cagA, cagE
and cagL genes. Six vacA variants were found: s1 (6%), s2 (94%),
m1 (50%), m2 (50%), i1 (83%) and i1/i2 (17%). Among the tested
isolates, 32% were found to be metronidazole resistant, 2% were
clarithromycin resistant, 2%were quinolones resistant and 8%were
resistant to more than one antibiotic class. For the multi-resistant
isolates, 6% were resistant to quinolones and clarithromycin and
2% were resistant to quinolones and metronidazole.
Conclusion: This study shows the prevalence of vacA alleles and
the presence of cagA, cagE and cagL in Malaysian H. pylori isolates.
In addition, quinolones resistance in multidrug resistant H. pylori
in this study could challenge the usage of quinolones as salvage
therapy in the Asian-Paciﬁc region.
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